In the title compound, (I), the Si atoms show a distorted tetrahedral configuration, with bond angles ranging from 104.23 (7) ° (F2-Si2-C21) to 118.45 (9) ° (C31-Si2-C35). The Si-F bond lengths of 1.6128 (11) Å (Si1-F1) and 1.6068 (11) Å (Si2-F2) are comparable with that in tert-butylfluorodiphenylsilane, Si-F = 1.6004 (10) Å (Bradtmöller et al., 2006). In the crystal packing, molecules aggregate into supramolecular chains along a via O-H···O hydrogen bonding, Table   1 and Fig. 2 .
The asymmetric unit of the title compound, C 15 H 25 FOSi, contains two independent molecules. Each of the Si atoms approximates the expected tetrahedral geometry with Si-F bond lengths of 1.6128 (11) and 1.6068 (11) Å in the two independent molecules. In the crystal, supramolecular chains along a are found mediated by O-HÁ Á ÁO hydrogen bonds. 
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Data collection
Xcalibur2 CCD diffractometer Absorption correction: multi-scan (CrysAlis RED; Oxford Diffraction, 2008) T min = 0.928, T max = 1.000 5698 measured reflections 5698 independent reflections 3074 reflections with I > 2(I) R int = 0.042 Refinement R[F 2 > 2(F 2 )] = 0.037 wR(F 2 ) = 0.070 S = 0.81 5698 reflections 337 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.27 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (4) Symmetry codes: (i) x þ 1; y; z; (ii) Àx; Ày þ 1; Àz þ 1; (iii) Àx þ 1; Ày þ 1; Àz þ 1; (iv) x À 1; y; z.
Data collection: CrysAlis CCD (Oxford Diffraction, 2008); cell refinement: CrysAlis RED (Oxford Diffraction, 2008); data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010). Fig. 1 . The molecular structure of the first independent molecule in (I) showing the atom-labelling scheme and displacement ellipsoids at the 30% probability level. Only one orientation of the disordered H atom of the OH group (bound to C7) is shown and the remaining H atoms have been deleted. 
Figures
where P = ( Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
Si1 0.21087 (9) 0.53468 (5) 0.86407 (4) 0.02174 (17) Si2 0.14914 (9) −0.00184 (5) 0.27572 (4) 0.02178 (17) F1 0.20462 (15) 0.44023 (10) 0.91521 (7) 0.0292 (3) F2 0.05148 (16) −0.13240 (9) 0.28033 (7) 0.0329 (3) 0.0361 (9) 0.0327 (7) 0.0269 (7) 0.0165 (7) 0.0139 (7) 0.0150 (6) F2 0.0346 (9) 0.0207 (7) 0.0438 (8) 0.0079 (7) 0.0158 (7) 0.0103 (6) (3) 157 (5) O27-H27A···O27 ii 0.76 (3) 2.00 (3) 2.727 (3) 160 (5) O7-H7B···O7 iii 0.70 (4) 2.14 (3) 2.787 (4) 154 (5) O27-H27B···O7 iv 0.80 (4) 1.92 (5) 
